Kl_Komy et al. 1 Supplementary Fig. 1. Phylogenetic relationship of Cymbidium mosaic virus and Odontoglossum ringspot virus generated with RNA-dependent RNA polymerase sequences showing relatedness to the genus Potexvirus and the genus Tobamovirus, respectively in MEGA5.0 using the maximum likelihood method with 1,000 bootstrap replications.
. Phylogenetic tree analysis and domains architecture prediction of the core components of RNA interference (RNAi) from Phalaenopsis equestris. (A-C) Trees were constructed on the basis of coding amino acid sequences in MEGA5.0 using the maximum likelihood method with 1,000 bootstrap replications. The Dicer-like (DCLs) (A), AGOs (B), and RNA-dependent RNA polymerases (RdRPs) (C) sequences from P. equestris clustered in a clade with homologous protein sequences from other plants. (D) Domains architecture prediction of the core components of RNAi from P. equestris by Prosite server.
